Traditionally, human genetics has relied on family studies to construct linkage maps and on-cytogenetics to identify chromosome structural abnormalities. More recently these approaches have 'been improved by the introduction of recombinant DNA to provide a source of new linkage markers, of improved chromosome banding methods to increase cytogenetic resolution, and of in situ hybridisation of cloned DNA sequences for accurate gene localisation. However, despite these advances, family studies and cytogenetics still have significant disadvantages, particularly in their inability to provide resolution at the level of a million base pairs (Mb) and smaller. Thus, there exists a gap in the range of resolving powers of the techniques currently available to the human geneticist, from family studies and cytogenetics at one level to DNA cloning and sequence analysis at the other.
In the last two years several strategies have been proposed to bridge this gap. In the opinion of the author, the most hopeful of these is the use (fig 3) . Thus, by hybridising the blot with each junction probe in turn, a complete restriction enzyme site map of the chromosome in question may be generated. It then becomes a relatively trivial matter to assign all of the existing chromosome specific markers to points on the map, by hybridising probes for these markers to the same set of OFAGE blots. The order of the markers and the distances between them (in physical terms) will be defined by their map positions.
A map constructed in this way is individual specific and, unlike genetic maps deduced from family studies, does not require one to assume that the order of markers is invariant. Indeed the technique is also potentially useful for studying long range variation in chromosome structure between 
